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CCAAGAAGGAAGCCGTCTATCTTGTGGCGATC 



ATG TAT AAG CTG GCC TCC TGC TGT TTG CTT TTC ATA GGA TTC TTA 
Met Tyr Lys Leu Ala Ser Cys Cys Leu Leu Phe lie Giy Phe Leu 



AAT CCT CTC TTA TCT CTT CCT CTC CTT GAC TCC AGG GAA ATA TCC 
Asn Pro Leu Leu Ser Leu Pro Leu Leu Asp Ser Arg Glu lie Ser 



TTT CAA CTC tua bua llt (~at oka oau ha a^i oau 

Phe Gin Leu Ser Ala Pro His Glu Asp Ala Arg Leu Thr Pro Glu 



GAG CTA GAA AGA GCT TCC CTT CTA CAG ATA CTG CCA GAG ATG CTG 



Glu 


Leu 


Glu 


Arg 


Ala 


Ser 


Leu 


Leu 


Gin 


He 


Leu 


Pro 


Glu 


Met 


Leu 


GGT 
Giy 


GCA 
Ala 


GAA 
Glu 


AGA 
Arg 


GGG 
Giy 


GAT 
Asp 


ATT 
lie 


CTC 
Leu 


AGG 
Arg 


AAA 
Lys 


GCA 
Ala 


GAC 
Asp 


TCA 
Ser 


AGT 
Ser 


ACC 
Thr 


AAC 
Asn 


ATT 
He 


TTT 
Phe 


AAC 
Asn 


CCA 
Pro 


AGA 
Arg 


GGA 
Giy 


AAT 
Asn 


TTG 
Leu 


AGA 
Arg 


AAG 
Lys 


TTT 
Phe 


CAG 
Gin 


GAT 
Asp 


TTC 
Phe 


TCT 
Ser 


GGA 
Giy 


CAA 
Gin 


GAT 
Asp 


CCT 
Pro 


AAC 
Asn 


ATT 
lie 


TTA 
Leu 


CTG 
Leu 


AGT 
Ser 


CAT 
His 


CTT 
Leu 


TTG 
Leu 


GCC 
Ala 


AGA 
Arg 


ATC 


TGG 


AAA 


CCA 


TAC 


AAG 


AAA 


CGT 


GAG 


ACT 


CCT 


GAT 


TGC 


TTC 


TGG 



He Trp Lys Pro Tyr Lys Lys Arg Glu Thr Pro Asp Cys Phe Trp 



AAA TAC TGT GTC TGA 
Lys Tyr Cys Val 



AGTGAAATAAGCATCTGTTAGTCAGCTCAGAAACACCCATCTTAGAATATGAAAAATAACACA 
ATGCTTGATTTGAAAACAGTGTGGAGAAAAACTAGGCAAACTACACCCTGTTCATTGTTACCT 

GGAAAATAAATCCTCTAT 



PEPTIDE SIGNAL 



PRO- SEGMENT 



URO TENS INE II 



FIGURE 2 
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9 18-27 36 45 54 

5* CGG AGC AGA CAC CCA GCC AGA CTT CTT CCC GTC GTC ATG GAC AGG GTG CCC TTC 

Met Asp Arg'Val Pro Phe 
« 

63 72 Bt 90 99 108 

TGC TGC CTG CTC TTC GTA GGA CTC CTG AAT CCA CTC CTG TCT TTT CCC GTC ACG 
Cys Cys Leu Leu Phe VaJ Gly Leu Leu Asn Pro Leu Leu Ser Phe Pro Val Thr 



peptide signal 



117 



126 



135 



144 



153 



162 



GAC ACT GGT GAA ATG TCT CTT CAG CTT CCA GTG CTT GAG GAA AAT GCT CTT CGG 
Asp Thr Gly Gl u Met Ser Leu Gin Leu Pro Val Leu Glu Glu Aan Ala Leu Arg 

171 180 389 1 98 207 216 

GCT CTG GAG GAG CTG GAG AGG ACT GCC CTC CTG CAG ACG CTG CGC CAG ACC GTG 
Ala Leu Glu GJ u Leu GJ u Arg Thr Ala Leu Leu Gin Thr Leu Arg Gin Thr Val 



pro-segment 

225 234 243 252 261 270 

GGC ACA GAA GCA GAG GGA AGC CTT GGC CAG GCA GAT CCC AGT GCC GAG ACT CCC 

Gly Thr Glu Ala Glu Gly Ser Leu Gly Gin Ala Asp Pro Ser Ala Glu Thr Pro 

279 288 297 306 315 324 

ACT CCA AGG GGA AGC TTG AGG AAG GCT CTC ACT GGG CAA GAT TCT AAC ACT GTA 
Thr Pro Arg Gly Ser Leu Arg Lys Ala Leu Thr Gly Gin Asp Ser Asn Thr Val 

333 342 351 360 369 378 

CTG AGC CGT CTT TTG GCG AGA ACC AGG AAA CAA CGT AAG CAA CAC GGG ACT GCC 
Leu Ser Arg Leu Leu Ala Arg Thr Arg Lys Gin Arg Lys Gin His Gly Thr Ala 



387 396 405 414 423 432 

CCA GAA TGC TTC TGG AAG TAC TGC ATT TCA AGA GAG ACG TCT CCT CAG AAC CAT 

Pro GJu Cys Phe Trp Ly.n Tyr Cys Jle 
, . . >, 

UrotensxneXI 

441 450 459 463 477 486 

CAC TTC AGG AAA CTA AAG AGC ACA TGC TTG AAG AAA AAT CGT GCC AAC AAC GCC 



495 504 513 522 

CCG TTC TCC ACT ATG AGA AAT AAA CCC TCT ATG TTT CTC AAC T 3* 



FIGURE 3 
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9 18 
CCA GAG CAG ACG CCC AG A CGG ACT 



27 36 45 54 

TCT CGC CGC ATC ATG GAC AGG GTG CCC TTC 

Met Asp Arg Val Pro Phe 



63 72 81 90 99 108 

TGC TGC CTG CTC TTC ATA GGA CTT CTG AAT CCA CTG CTG TCC CTT CCC GTC ACG 
Cys Cys Leu Leu Phe lie Gly Leu Leu Asn Pro Leu Leu Ser Leu Pro Val Thr 



peptide signal 



117 126 135 144 153 162 

GAC ACT GGT GAG AGG ACT CTT CAG CTT CCA GTG CTT GAG GAA GAC GCT CTT CGG 
Asp Thr Gly Glu Arg Thr Leu Gin Leu Pro Val Leu Glu Glu Asp Ala Leu Arg 



171 180 189 198 207 216 

GCT CTG GAG GAG CTG GAG AGG ATG GCC CTC CTG CAG ACC CTG CGT CAG ACC ATG 
Ala Leu Glu Glu Leu Glu Arg Met Ala Leu Leu Gin Thr Leu Arg Gin Thr Met 

pro- segment 

225 234 243 252 261 270 

GGC ACG GAA GCA GGG GAG AGC CCT GGA GAA GCA GGT CCC AGC ACT GAG ACT CCC 
Gly Thr Glu Ala Gly Glu Ser Pro Gly Glu Ala Gly Pro Ser Thr Glu Thr Pro 



279 288 297 306 315 324 

ACT CCA CGG GGA AGC ATG AGG AAG GCT TTC GCT GGG CAA AAT TCT AAC ACT GTA 
Thr Pro Arg Gly Ser Met Arg Lys Ala Phe Ala Gly Gin Asn Ser Asn Thr Val 



333 342 351 360 369 378 

CTG AGT CGT CTC TTG GCA AGA ACC AGG AAA CAA CAT AAG CAA CAC GGG GCT GCC 
Leu Ser Arg Leu Leu Ala Arg Thr Arg Lys Gin Kis Lys Gin His Gly Ala Ala 



387 396 405 414 423 432 

CCA GAG TGC TTC TGG AAA TAC TGC ATT TGA GGA GAC ACA AGC GCC CGT TGG TCT 
Pro Glu Cys Phe Trp Lys Tyr Cys lie 



* + *■ 



Uxotenslne II 



441 450 459 468 477 486 

CTC AGA ACC ATT ACA TTC AGG AAA CGG GCA GAG CAG ATG CTT GAA GCA AAA TCA 



495 



504 



513 



522 



531 
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FIGURE 4 
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FIGURE 5.2 
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